In total, 11 ZIKV partial and complete genome sequences were recovered, with 9 7 average coverage of 69.4 ± 2.0% and coverage ranging from 40 -100% (Table 1) . Nearly 9 8 all isolates from Bahia (11 out of 12) clustered together within a single strongly supported 9 9 clade (posterior probability 1.00, bootstrap support 96%, Clade C, Figure 1 ). This support 1 0 0 for the Bahia clade is notable given that the majority of ZIKV genomes are incomplete, and 1 0 1 this uncertainty is accounted for in the phylogenetic inference. The tree topology obtained 1 0 2 is in accordance with previous findings (1, 4, 6) and the time to the most recent common 1 0 3 5 ancestor (TRMCA) of the epidemic in the Americas is similar to that previously estimated 1 0 4
(1) (Clade A, Figure 1 ). Our analyses using the new genomes generated here indicate that 1 0 5 ZIKV was introduced in Bahia between March and September 2014. An isolate from 1 0 6
Maranhão, northeast Brazil, located 1000 km from Bahia, is ancestral to the Bahia clade 1 0 7 (bootstrap support 66%, posterior probability 1.00, Clade B, Figure 1 ). The TRMCA of this 1 0 8 northeast Brazil clade (comprising the Bahia clade and the Maranhão sequence) is 1 0 9 estimated to be between September 2013 and April 2014, at a very early stage of the 1 1 0 epidemic, strengthening the evidence for the hypothesis that ZIKV in the Americas 1 1 1 originated from Brazil (1). One previously reported sequence from Bahia (7) Bahia beginning in January 2015 (13), although the peak period of microcephaly did not 1 2 7 occur until November of that year.
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We cannot yet determine whether the lineage (clade C) identified here comprises 1 2 9 the majority of ZIKV cases in Bahia, or, alternatively, whether multiple genetically distinct 1 3 0 lineages co-circulate in the state. Brazil currently faces a major public health challenge with 1 3 1 co-circulation of ZIKV, DENV, and CHIKV throughout the country (2-4, 14, 15 ). Additional 1 3 2 molecular surveillance in the Americas and beyond is urgently needed to trace and predict 1 3 3 the transmission of ZIKV virus. 
